Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.040; wR factor = 0.097; data-to-parameter ratio = 16.9.
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Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 
Comment
Pyridine and its derivatives continue to attract great interest due to the wide variety of interesting biological activities observed for these compounds, such as anticancer, analgesic, antimicrobial, and antidepressant activities (Amr et al., 2006; Bart et al., 2001; Shinkai et al., 2000; Klimesôva et al., 1999) . They are often involved in hydrogen-bond interactions (Jeffrey & Saenger, 1991; Jeffrey, 1997; Scheiner, 1997) . The crystal structures of 2-amino-5-chloropyridine (Pourayoubi et al., 2007) , 2-amino-5-chloropyridinium trichloroacetate (Janczak & Perpétuo, 2009 ) and bis(2-amino-5-chloropyridinium)dihydrogendi phosphate (Akriche & Rzaigui, 2005) have been reported. Since our aim is to study some interesting hydrogen-bonding interactions, the crystal structure of the title salt, (I), is presented here.
The asymmetric unit of the title salt consists of two crystallographically independent 2-amino-5-chloropyridinium cations and two hydrogen malonate anions, with atom labelling suffixes of A & B ( (14)°] angles compared to those observed in an unprotonated structure (Pourayoubi et al., 2007) .
The bond lengths (Allen et al., 1987) and angles are normal.
In the crystal structure, (Fig. 2) , the ionic units are linked by N1A-H1NA···O1A; N2A-H2NA···O2A; N2A-H3NA···O3B; N1B-H1NB···O1B; N2B-H2NB···O2B; N2B-H3NB···O3A;
C1A-H1A···O3B; C1B-H1B···O3A; C4A-H4A···O4B and C4B-H4B···O4A (Table 1) hydrogen bonds, forming onedimensional chains along the b-axis. Furthermore, these chains are inter-connected by intermolecular C7A-H7AB···O1B
and C7B-H7BB···O4A hydrogen bonds. There are intramolecular O4A-H1OA···O2A and O4B-H1OB···O2B hydrogen bonds in the hydrogen malonate anions, which generate S(6) (Bernstein et al., 1995) ring motifs, resulting in folded conformation.
Experimental
A hot methanol solution (20 ml) of 2-amino-5-chloropyridine (64 mg, Aldrich) and malonic acid acid (52 mg, Merck) were mixed and warmed over a heating magnetic stirrer hotplate for a few minutes. The resulting solution was allowed to cool slowly at room temperature and colourless needles of (I) appeared after a few days.
Refinement
All the H atoms were located from the difference Fourier maps and allowed to refine freely [N-H = 0.87 (2) supplementary materials sup-2 Figures   Fig. 1 . The asymmetric unit of (I). Displacement ellipsoids are drawn at the 50% probability level. Fig. 2 . The crystal packing of (I), showing the hydrogen-bonded (dashed lines) network.
2-Amino-5-chloropyridinium 2-carboxyacetate
Crystal data Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

